À arose from the proton-transfer reaction between 2,5-xylidine and salicylic acid. In the anion, the dihedral angle between the planes of the aromatic ring and the -CO 2 À group is 11.08 (8) ; this near planarity is consolidated by an intramolecular O-HÁ Á ÁO hydrogen bond. In the crystal, the components are connected by N-HÁ Á ÁO hydrogen bonds, with all three O atoms in the anion acting as acceptors; the result is a [100] chain. The structure also features weak C-HÁ Á ÁO bonds and aromaticstacking [centroid-to-centroid distance = 3.7416 (10) Å ] interactions, which lead to a three-dimensional network.
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Data collection: APEX2 (Bruker, 2004 ); cell refinement: SAINT (Bruker, 2004) Acta Cryst. (2015) . E71, o643-o644 [doi:10.1107/S2056989015014401] Crystal structure of 2,5-dimethylanilinium salicylate A. Mani, P. Praveen Kumar and G. Chakkaravarthi
S1. Structural commentary
We herewith report the crystal structure of the title compound, (I), (Fig. 1) . The geometric parameters of the title compound (I) (Fig. 1) are comparable with the reported structures [Fun et al., 2011; Mathlouthi et al., 2014; Smirani & Rzaigui,(2009) ].
The conformation of the anion is stabilized by a weak O-H···O (Table 1) hydrogen bond. In the crystal structure, the adjacent anions and cations are linked by medium-strength N-H···O (Table 1) 
S2. Synthesis and crystallization
A mixture of 2,5-xylidine and salicylic acid dissolved in ethanol (molar ratio 1:1:1) was stirred for 3 h and then kept at room temperature. The saturated solution was allowed to evaporating slowly at room temperature. After the evaporation period of three weeks, colourless blocks were recovered.
S3. Refinement
H atoms were positioned geometrically and refined using riding model with C-H = 0.93 Å and Uiso(H) = 1.2Ueq(C) for CH, N-H = 0.89Å and Uiso(H) = 1.5Ueq(N) for NH 3 , C-H = 0.96Å and Uiso(H) = 1.5Ueq(C) for CH 3 . H atom for hydroxyl group was fixed from Fourier map and refined with Uiso(H) = 1.5Ueq(O) and O-H distance was restraint to 0.82 (1)Å.
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Figure 1
The molecular structure of (I), with 30% probability displacement ellipsoids for non-H atoms.
Figure 2
The packing of (I), viewed down a axis. Hydrogen bonds are shown as dashed lines. H atoms not involved in hydrogen bonding have been omitted for clarity.
2,5-Dimethylanilinium 2-hydroxybenzoate
Crystal data 
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma (F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger. 
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